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SUMMARY 
 
Long-lived organisms tend to be more resistant to various forms of environmental 
stress. For a while authors reported the absence of methylated cytosine residues in Drosophila 
melanogaster genome, but recently there have been published several studies which proved 
that Drosophila genome contain methylated cytosines. 
With respect to these studies, we conducted an epigenetic screening, trying to test in 
different Drosophila strains, the response of several genes to unlike stress condition. Four 
single-copy genes were monitored for their status of methylation: Hsp70, Hsp22, CG3706 and 
Indy, in three different Drosophila strains, named so that to correspond with the polluted 
regions from Romania chosen for investigation: Bucharest-Polycolor (B), Seaca (Tr), Braila 
(Br). For each selected gene we investigated mainly the promoter region. All the results were 
related to that obtained with the control isogenised strain from the lab, the iso strain.  
The methods used for investigation were bisulfite sequencing along with molecular 
cloning and MSP (Methylation Specific PCR). 
The results demonstrated that the selected genes for this screening are not silenced by 
methylation, irrespective of the stock selected from different polluted areas. Our results are 
not so surprisingly if is taken into account that it have been previously shown that in 
Drosophila only about 0,1-0,6% of all cytosine are methylated, and nowadays are still lots of 
questions for a specific role of the DNA methylation in flies.  
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